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Table S1. Statistics of RNAPII ChIA-PET Libraries, Related to Figure 1 
(A) Statistics of unique PETs, RNAPII peaks, and interaction clusters    
Pilot libraries Unique PETs RNAPII Peaks Interaction clusters 
HCT116_pilot 8,749,703 17,394 19,264* 
K562_pilot 23,188,484 13,112 17,686 
HeLa_pilot 19,079,666 15,333 200,952 
NB4_pilot 14,023,893 12,707 54,232 
MCF7_pilot_rep1 38,356,322 10,370 12,626 
MCF7_pilot_rep2 22,967,674 11,234 8,111 
Pilot_combined 118,523,881 14,604 892,991 
Saturated libraries 
K562_saturated_rep1 14,177,547 26,922 64,565** 
K562_saturated_rep2 14,365,592 27,046 65,489 
MCF7_saturated_rep1 15,283,270 27,198 23,440 
MCF7_saturated_rep2 15,622,720 27,683 24,126 
* Pilot libraries: PET clusters with ≥ 2 PET counts are reported 
** Saturated libraries: PET clusters with ≥ 3 PET counts are reported 
 
(B) Percentage of intrachromosomal PET clusters from MCF7 pilot and saturated libraries  
 Total clusters* intrachrom clusters interchrom clusters intrachrom % 
Pilot library 4,379 3,498 881 79.88 
Saturated library 51,134 50,387 747 98.54 
Note: * PET clusters with ≥ 3 PET counts are reported here 
 
(C) Summary of different interaction categories, and the number of genes in different 
chromatin models 
Interaction categories MCF7 pilot library 
Combined pilot 
library  
K562 
saturated 
library 
MCF7 
saturated 
library 
promoter-terminator interactions 524 938 16593 8293 
enhancer-enhancer interactions 5760 4106 53610 10865 
enhancer-promoter interactions 4355 6530 34228 18244 
promoter-promoter interactions 2642 8282 22986 12985 
Transcription models 
Basal promoter model (gene)* 5603 (7647) 3929 (4938) 294 (334) 2515 (2865) 
Single-gene model (gene) 1490 (1760) 966 (1119) 2448 (2324) 2015 (2213) 
Multi-gene model (gene) 1487 (6260) 1328 (11723) 1918 (19813) 2459 (14310) 
* Some interactions are linked to the bi-directional promoters or the alternative promoters of the same 
genes, which makes the gene numbers different from the number of chromatin models. 
 Table S2. BACs and Primers Used in the Validation and Perturbation Experiments, Related to 
Figures 1, 4, 5, and S1 
(A) BACs used in the in situ experiments  
DNA FISH (interchr)  
Test mix Control mix 
727F15 + 143M10 727F15 + 563H6 
626F12 + 556I13 626F12 + 563H6 
727F15 + 419E4 727F15 + 563H6 
286L5 + 107L14 286L5 + 563H6 
286L5 + 419E4 286L5 + 563H6 
727F15 + 563H6 727F15 + 242D8 
DNA FISH (intrachrom)  
Test mix Control mix 
766A9 + 463D24 80F13 + 979M22 
80F13 + 795I20 80F13 + 482K16 
191N14 + 915D14 191N14 + 92F20 
DNA FISH-IF  
Test MG locus Control locus 
973N23 699B7 
399J13 699B7 
34B20 699B7 
143M10 699B7 
 
(B) BACs used in 3C experiments  
Genomic regions BACs 
 RP11-147K5 
chr17:22656180-56709162 RP11-142B17 
 RP11-936G5 
 RP11-766A9 
chr10:17952259-37108293 RP11-463D24 
 RP11-979M22 
 RP11-80F13 
chr9:109163567-111332131 RP11-795I20 
 RP11-482K16 
chr11,62606603-62610698 RP11-49D19 
--chr17,41380186-41467199 RP11-100E5 
 RP11-29O13 
chr2:11600000..11740000 RP11-884L15 
 CTD-2521B11 
 RP11-652K12 
chr20:6700000..6950000 RP11-378C2 
 RP11-452P6 
chr6:86305000..86400000 RP11-944L22 
 RP11-346B5 
 RP11-471B22 
 RP11-625N17 
 RP11-51O19 
 RP11-267I24 
chr14:90600000-92400000 RP11-1056H17 
 RP11-655E14 
 RP11-637A13 
 RP11-945O7 
 RP11-792H6 
 RP11-345P1 
 RP11-315N17 
 
(C) Primers used for plasmid construction     
Chr Gene symbol F-primer (5’-3’) R-primer (5’-3’) 
Size of 
genomic 
DNA 
fragment 
14 C14ORF102 GACCCAGTTAGCAAGGATGG TACAGAAGTCCCAGCTCCAG 705 (promoter) 
14 CALM1 GACCCGCCGTAGAGGAAA CTCGGTGGCAGTTCGAGT 716 (enhancer) 
14 CALM1 CAATTGGCTGTGTGTTCCAC GCCGCCTGACTACGAGTAAC 989 (promoter) 
14 CALM1 CAATTGGCTGTGTGTTCCAC GTCGGGGAAGCGTTCTAGG 
756 (TATA-
less 
promoter) 
17 INTS1 CTCGTTCGCTCGCTCATT AGCACCACCTGTGAATGGA 567 (promoter) 
17 MAFK GGCCTGAAACTCCTCTTCCT ACTCAGCGGCCAGGTAGC 1158 (promoter) 
7 ELFN1 CCTGGCATTTGGCATACTCT CGAGGAATAGGCTGGAGGAT 765 (promoter) 
7 DLD TCTGTAGCCCCATCCCTTAT TTTTCCTTTCCGCCAATACTT 588 (promoter) 
14 DDHD1 CCTCTCCACCCGAAGTTTCTA CTCGTATCCACCCACCTATG 567 (promoter) 
 
(D) Primer sequences used for RT-qPCR   
Gene Forward primer Reverse primer 
FLJ33534 ggacttcacaggtgaaaggact aatgtgtcctttggcaacaa 
C2orf50 agatgcagcccatctaggag cgtgtcctgtcctgtgtaactc 
PQLC3 ccctgcagaagtggatcatag cctgagtctctcgtcttccac 
PDIA6 ggatccaacaaaaacagacca ctcagcgcagcatctacaat 
NOL10 gatgggcatctattacattccag ttcggtcaagttgtctaagaagg 
ATP6V1C2 ctatgatgagaaggaaattgaaagg aagagcaacacaggaagtttgat 
KCNF1 cgacatctaccccaagacca gcgatgacaccacacaagaa 
ROCK2 acagcttgccccaaacaa tggaagaatacgatcaccttga 
ODC1 aaaacatgggcgcttacact tggaattgctgcatgagttg 
HPCAL1 ggcaacggctacatcagc tcatcacagacgacaccatct 
TAF1B cgtcagcaaagcatcacaat gattcccttctcctttcgttg 
GRHL1 tgagccagatcacagcaaa acatttttcagtacttgcactctgtt 
E2F6 ggcgaggaagttacccagt cagatttgcctgaataaacaacag 
ESR1 ttactgaccaacctggcaga atcatggagggtcaaatcca 
GREB1 tgtggagtgcctgaagtgac ctcagcagagacgaagaaagg 
XBP1 ggagttaagacagcgcttgg cactggcctcacttcattcc 
HSCB acctgaccccactcgagac tcaactctgaaggaacggttg 
CHEK2 caggtttagcgccactctg gactcccgagacatcacgac 
EWSR1 actgcaacctatgggcagac tggacaggctggctgtatg 
RFPL1 aggatgcggaagttccaag ctgtgtgatgcacccacttc 
NEFH ccgacattgcctcctacc ggccatctcccacttggt 
CCDC88C ggaggaaatcaagaaggtgct tcctctttcctctcacactgg 
GPR68 ttgagggagttataggcagagg gcggctctcccagttctt 
C14orf159 atgaggcccattcccaag gctctttgattcccaacagttc 
 
 
